Part II: Deconvolution of overlapped peaks
Polynomial modified Gaussian function (first case) (PMG1)
This model, which is the most commonly used for the deconvolution of chromatographic peaks, has been recently introduced by Torres-Lapasio and co-workers [23] .
The PMG1 model is based on an empirical modification of a standard Gaussian function [24] [25] . It can be expressed by the following equation:
Where;
t: The retention time,
h(t):
The peak intensity as a function of retention time, h m : Amplitude parameter,
The retention time at peak maximum and s is a polynomial standard deviation defined as below (2) Where s 1 , s 2 , s 3 and s 4 are fitting parameters. Five terms in the variable standard deviation are used in this study.
Thinks to the polynomial standard deviation s, the PMG1 function is more effective and characterized by a high flexibility allowing the deconvolution of overlapping peaks, however it exhibits the defect that h (t→) ±0.
Polynomial Modified Gaussian Function (Second case) (PMG2)
PMG2 function can be expressed as:
Where s is still given by eq (2) and s 0 corresponds to the standard constant deviation, then f ; column temperature 45 °C; stationary phase BEH Acuity C18 2.1 mm I.D (100 mm x 1.7 µm). 
